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Fig- 13 



(i) 



************************************* 

* MULTIPLE SEQUENCE ALIGNMENT HSP60 * 
************************************* 

HUMAN MLRLPTVFRQMRPVSRVLAPHLTRAYAKDVKF 3 2 

RAT A KDVKF 6 

MOUSE APHLTRAYAKDVKF 14 

M.TUB M AKTIAY 7 

* 

• • • 

HUMAN GADARALMLQGVDLLADAVAVTMGPKGRTVI I 64 

RAT GADARALMLQGVDLLADAVAVTMGPKGRTVI I 38 

MOUSE GADARALMLQGVDLLADAVAVTMGPKGRTVI I 46 

M . TUB DEEARRGLERGLNALADAVKVTLGPKGRNWL 39 

** * ***** ** ***** * 

• ••• 

HUMAN EQS W G S PKVTKDG VT V AKS I D LKDKYKN I GAK 96 

RAT EQSWGSPKVTKDGVTVAKSIDLKDKYKNIGAK 70 

MOUSE EQSWGSPKVTKDGVTVAKSIDLKDKYKNIGAK 78 

M . TUB EKKWGAPT I TNDGVS I AKE I ELEDPYEKI GAE 71 
* ** # * # # * a *** # ^ ** # * # * # * * -# ***. 

HUMAN LVQDVANNTNEEAGDGTTTATVLARSIAKEGF 128 

RAT LVQDVANNTNEEAGDGTTTATVLARSIAKEGF 102 

MOUSE LVQDVANNTNEEAGDGTTTATVLARSIAKEGF 110 

M . TUB LVKE VAKKTDDVAGDGTTT AT VLAQALVREG L 1 03 

**..**..*.. ************ ** a 

HUMAN EKISKGANPVEIRRGVMLAVDAVIAELKKQSK 160 

RAT EKISKGANPVEIRRGVMLAVDAVIAELKKQSK 134 

MOUS E EKI SKGANPVE I RRG VMLAVDAV I AELKKQSK 142 

M. TUB RNVAAGANPLGLKRGIEKAVEKVTETLLKGAK 135 

**** ** ** * * * * 

• • • • • • • • • ••• • 

HUMAN FVTTPEEIAQVATISANGDKEIGNIISDAMKK 192 

RAT PVTTPEE I AQVAT I SANGDKD IGNII SDAMKK 166 

MOUSE PVTTPEE I AQVAT I SANGDKD I GNI I SDAMKK 174 

M.TUB EVETKEQIAATAAISA-GDQSIGDLIAEAMDK 166 

* * * ** - ^* - *** ** # t ** ^ # * # # ** m * 

HUMAN VGRKGV I TVKDGKT LNDELE I I EGMKFDRGY I 224 

RAT VGRKGVI TVKDGKT LNDELE I I EGMKFDRGY I 198 

MOUSE VGRKGV I TVKDGKT LNDE LE I I EGMKFDRGY I 206 

M . TUB VGNEGVI TVEESNTFGLQLELTEGMRFDKGY1 198 
** ****** 



* ** *** ** *** 

« • • • * * 



HUMAN SPYFI NTSKGQKCEFQD A YVLLSEKKI SS I QS 256 

RAT SPYFINTSKGQKCEFQDAYVLLSEKKISSVQS 230 

MOUSE S P YF I NTSKGQKCEFQD A YVLLS EKKFS S VQS 238 

M . TUB SGYFVTDPERQEAVLEDPYILLVSSKVSTVKD 230 

* ** * * * ** * * 

••••• • »• • • •••• 

HUMAN IVPALEIANAHRKPLVIIAEDVDGEALSTLVL 288 

RAT IVPALEIANAHRKPLVIIAEDVDGEALSTLVL 262 

MOUSE I V PALE I AN AHRKP L V I I AED VDG E ALS T L V L 270 

M.TUB LLPLLEKVIGAGKPLLI IAEDVEGEALSTLW 262 
* ** *** ****** ******** 
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Fig- 13 



(2) 



HUMAN NRLKVGLQWAVKAPGFGDNRKNQLKDMAIAT 320 

RAT NRLKVG LQ W AVKAPGFGDNRKNQLKDMA I AT 294 

MOUSE NRLKVGLQVVAVKAPGFGDNRKNQLKDMAIAT 302 

M . TUB NKIRGTFKSVAVKAPGFGDRRKAMLQDMAILT 294 

* ********** ** * **** * 

•••••• ••• 

HUMAN GGAVFGEEGLTLNLEDVQPHDLGKVGEVIVTK 352 

RAT GGAVFGEEGLNLNLEDVQAHDLGKVGEVIVTK 326 

MOUSE GGAVFGEEGLNLNLEDVQAHDLGKVGEVIVTK 334 

M . TUB GGQVISEE- VGLTLENADLSLLGKARKVWTK 325 



HUMAN DDAMLLKGKGDKAQI EKR IQEII EQLD VTTSE 384 

RAT DDAMLLKGKGDKAH I EKR I QE I TEQLD ITTSE 358 

MOUSE DDAMLLKGKGDKAH I EKR I QE I TEQLD I TTSE 366 

M . TUB DETTI VEGAGDTDAIAGRVAQIRQEIENSDSD 357 

* ****** * 

• • ••• • • • • • • • . . * • • « 

HUMAN YEKEKLNERLAKLSDGVAVLKVGGTSDVEVNE 416 

RAT YEKEKLNERLAKLSDGVAVLKVGGTSDVEVNE 390 

MOUS E YEKEKLNERLAKLSDGVAVLKVGGTSDVEVNE 398 

M. TUB YDREKLQERLAKLAGGVAVIKAGAATEVELKE 389 

* *** ****** **** * * ** * 



HUMAN KKDRVTDALNATRAAVEEGIVLGGGCALLRCI 448 

RAT KKDRVTDALNATRAAVEEG I VLGGGCALLRC I 422 

MOUS E KKDRVTDALNATRAAVEEG I VLGGGCALLRC I 430 

M. TUB RKHRIEDAVRNAKAAVEEGIVAGGGVTLLQAA 421 

# * # * a- ** ******** *** # ** # 



HUMAN P A LDS LT PANEDQK I G I E 1 1 KR T LK I PAMT I A 480 

RAT P ALDS LKP ANEDQK I G I E 1 1 KRA LK I PAMT I A 454 

MOUS E P ALDS LKP ANEDQK I G I E 1 1 KRALKI P AMT I A 462 

M. TUB PTLDELK-LEGDEATGANIVKVALEAPLKQIA 452 
* # ** # * # ..*. .* .*.* .*. * . ** 

HUMAN KNAGVEGSLIVEK1MQSSSEVGYDAMAGDFVN 512 

RAT KNAGVEGSLI VEKI LQSSSEVGYDAMLGDFVN 486 

MOUSE KNAGVEGSLI VEKI LQSSSEVGYDAMLGDFVN 494 

M . TUB FNSGLEPGWAEKVRNLPAGHGLNAQTGVYED 484 

*.*.* ** * .* * . . 

HUMAN MVEKGI IDPTKWRTALLDAAGVASLLTTAEV 544 

RAT MVEKGI IDPTKWRTALLDAAGVASLLTTAEA 518 

MOUSE MVEKGI IDPTKWRTALLDAAGVASLLTTAEA 52 6 

M . TUB LLAAGVADPVKVTRS ALQNAAS I AGLFLTTEA 516 

* ******* ** * * * * 
• • • • • • • • • • • • 



HUMAN WTEI PKEEKDPGMGAMGGMGGGMGGGMF 573 

RAT WTEI PKEEKDPGMGAMGGMGGGMGGGMF 547 

MOUSE WTEIPKEEKDPGMGAMGGMGGGMGGGMF 555 

M . TUB WADKPEKEKAS VPG GGDMGGMDF 540 

** ># *^ # ** ## * ** # *** * 



Consensus 1 ngth: 573 
Identity (*) : 254 ( 44.3%) 
Similarity (.) : 211 ( 36.8%) 



* 4 



4 4 

Fig. 14 (l) 



Glyceraldehyde-3~P h °sphate dehydrogenase sequences of 
Bacillus stearothermophilus (upper sequence) and 
Rattus norvegicus (Rat) (lower sequence) 

Identical aminoacids : Bacillus / Rat (182 = 54. 3X) 

Similar, not identical aminoacids: Bacillus / Rat (115) 
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Fig. 14 (2) 
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Fig. 14 (3) 
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